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detecting hybridization of the first collection of labeled complementary nucleic acids to nucleic 
acids of said arrays; 

(c) removing said hybridized nucleic acids; / ^ 

(d) contacting said array with a second collection of labeled nucleu/acid comprising a 
sequence substantially complementary to a modified polynucleotide of said array; and 

(c) detecting hybridization of the first and second labeled complementary nucleic acids to 
nucleic acids of said arrays; 

wherein the modified oligonucleotides are characterized bVa pH stability of at least one hour at 
37 °C at a pH in a range of about 0.5 to 6 and a nuclease resistance of at least twice that of a naturally 
occurring oligonucleotide having the same sequence and nunzr>er of bases. 



**f ^7.(New) The method of claims, wherein t#e first and second collections of nucleic acids 
ffi are differentially labeled. 



^.(New) 




The method of claim pf, wherein the firsjt and seconp collections of nucleic acids 
comprise the same detectable label. 

x#.(New) The method of claim^, wherein the step of removing said hybridized nucleic 
□ acids comprises incubation of the array ^ith pH 1-2 acid solution. 

0 / ° t ' 

yd. (New) The method cff claimX wherein the step of removing said hybridized nucleic 
acids comprises incubation incubation of the array with nuclease. 

J>f .(New) A metrfod of identifying nucleotide differences between the sequence of a target 
nucleic acid and the sequence of a reference nucleic acid comprising: 

a) providing^ substrate comprising different modified polynucleotide probes of known 
sequence at known locations; 

b) contacting the target nucleic acid with the modified polynucleotide probes attached to the 
substrate under conditions for high specificity complementary hybridization; 

c) determining which modified polynucleotide probes have hybridized with the target 
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nucleic acid; 

d) removing hybridized target nucleic acid from the polynucleotide probes; 

e) contacting the reference nucleic acid with the mpuified polynucleotide probes attached to 
the substrate under conditions for high specificity complementary hybridization; and 

f) comparing the sequence of the reference/nucleic acid with the sequences of the modified 
polynucleotide probes that have hybridized with the^arget nucleic acid and to identify the nucleotide 
differences between the sequence of the target r)*lcleic acid and the sequence of the reference nucleic 
acid. 

^^(New) The method o£claim>rf 5 wherejW^tfcIThf the different modified polynucleotide 
^ probes is attached to the surface of he substrate in a different predefined region. 

Ifg >3.(New) The jnethod of claim^ whereMreach of the modified polynucleotide probes in a 

S predefined region has a different determinable sequenc^J and further wherein each probe is at least 4 
W nucleotides in length/ 

\* / 

yA. (New) The further wherein the modified oligonucleotides are characterized by a pH 
fjf IU stability of at least one hour at 37 °C at a pH in a range of about 0.5 to 10; and a nuclease resistance of at 
q least twice that of a naturally occurring oligonucleotide having the same sequence and number of bases. 




Remarks 

Claims 6-14 are now pending in this application. 

Claims 1-5 have been canceled from the application and new claims 6-14 have been added in 
order to more particularly point out and distinctly claim the invention. The newly added claims are fully 
supported within the original application. No new matter has been added. 

In order to point out specific support for the claims, reference is made to the specification and 
the original claims as filed application Serial No. 09/385,796. Specific support can be found as follows: 

Support for claim 6 and 7 can be found in originally filed claim 1 and in the specification at page 
8, line 28 through page 9, line 11. 

Support for claim 8 can be found in the specification at 29, lines 24-26. 
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